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Supplemental Figures 

 

Figure S1. SDS-PAGE analysis of the purification of BmDAF-16a (342-442). Lane 1 

contains molecular weight standards. Lane 2 contains refolded His6-SMT3-BmDAF-16a 

(342-442) fusion protein. Lane 3 contains Ulp-1 digested fusion protein that was loaded 

onto an IMAC column. Lane 4 contains purified BmDAF-16a (342-442), the flow 

through from the IMAC column. 

 

 

Figure S2. Stereo view of the ensemble of 20 BmDAF-16a (342-442) structures.  



 

Figure S3. Superimposition of Bm-DAF-16a (342-442) (blue) and FOXO3a (PDB ID 

2K86) (green). Bm-DAF-16a (342-442) and the DNA binding domain of FOXO3a are 

substantially similar with most small differences located at the termini or in loops. 

 

 


